The similarity values for all pairings of the chemogenomic profiles collected in this study.
Supplementary
. Comparisons of variants of the antifungal synergy predictor. The significance of the true synergy enrichment associated with each variant (used with its optimal threshold, see Materials and Methods) relative to the permutation distribution of the baseline enrichment, is shown. Specifically, the permutation distribution of a statistic quantifying the enrichment of the predictions with true synergies, where higher values indicate greater enrichment, is shown (based on 5,000 permutations, see Materials and Methods). The red line indicates the enrichment estimated from the observed data and its P value of significance is also shown. (A) Comparison of the three different measures of profile similarity as predictors of synergy. An altered gold standard set was used to evaluate these predictors for this comparison (see Materials and Methods). (B) Comparison of gene-based measure predictors dependent on haploid-based profiles only, diploid-based profiles only, and both types of profiles. An altered gold standard set was used to evaluate these predictors for this comparison (see Materials and Methods). Estimates of the frequency of antifungal synergy from previous studies suggest that there are~175,000 negative examples of synergy in the chemical space covered by our chemogenomic profile collection. (A) The prediction rate versus the true positive rate at different similarity thresholds. The prediction rate is the proportion of compound pairs in out chemical space predicted as synergistic (the total number of pairs is indicated in the x-axis label). The number of gold standard examples used for the estimations of the true positive rates is indicated in the y-axis label. This plot shows the ROC curve estimated from an overlarge gold standard set that contains all compound pairs in the chemical space as negative examples. The rates for a threshold of 10 -6.5 are highlighted with the dashed lines. (B) The significance of the accuracy of the predictor used with a threshold of 10 -6.5 , relative to the permutation distribution of the baseline accuracy (based on 5,000 permutations, see Materials and Methods). The red line indicates the accuracy estimated from the observed data and its P value of significance is also shown. The estimates are based on confirmed positive and negative examples of synergy and the number of gold standard examples used for the estimations is indicated in the x-axis label. (C) The level of true synergy enrichment increases as the number of true negatives increases. Specifically, the level at which the predictions are enriched with true synergies becomes greater as the number of correctly predicted negative examples increases (used with a threshold of 10 -6.5 ). 
